. Markers designed Table S2 . Transcript abundance of GRMZM2G366698 across sample pools Table S3 . Exon coding regions for the three potentially novel splice variants identified in the RNA-Seq reads. The coding regions for annotated transcript Ref_GRMZM2G36669_T03 are listed for reference. Table S4 . Number of differentially expressed genes between mutants bv1-1301 and bv1-1302 and wild type genotypes Bv1-1302 and B73. Table S5 . All 68 genes differentially expressed in bv1-1301 and bv1-1302 relative to B73 (values in FPKM). Figure S4 . Genotypes of plants with crossovers that mapped the bv1 mutation to a ~97kb region on chromosome 5 (5:160,660,813-160,758,241) . Phenotypes, genotypes and approximate physical locations of markers used are shown. Details for the markers close to and within GRMZM2G366698 are in Table S1 . Figure S5 . Multiple sequence alignment of maize GRMZM2G366698_P01 subsequence and 20 homologous proteins across diverse plant species showing amino acid changes (in red rectangle) caused by the mutations in bv1-1301 (A) and bv1-1302 (B). Sequences are in descending order by percent of identity. E-value = 0 for all alignments. Amino acids are shaded according to similarity using the Blosum62 score matrix (black 100% similarity, dark grey 80%-100%, light grey 60-80%, white <60%) *c. i. is the 95% confidence interval for FPKM values, as estimated by cufflinks' cuffdiff. a" a" a" a" a" a" a" a" a" a" a" a" a" a" Figure S4 
